Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.003 Å; R factor = 0.035; wR factor = 0.099; data-to-parameter ratio = 15.0.
The asymmetric unit of the title compound, C 8 H 11 ClN 4 , contains two independent molecules (A and B) with slightly different conformations: the dihedral angles between the 3chloro-6-hydrazinylpyridazine units and butyl side chains are 4.5 (2) and 11.98 (16) . In the crystal, the A and B molecules are linked by a pair of N-HÁ Á ÁN hydogen bonds, generating an R 2 2 (8) loop.
Related literature
For related structures, see: Ather et al. (2009 Ather et al. ( , 2010 . For graphset notation, see: Bernstein et al. (1995) . Table 1 Hydrogen-bond geometry (Å , ). 
Experimental
D-HÁ Á ÁA D -H HÁ Á ÁA D Á Á ÁA D -HÁ Á ÁA N3-H3AÁ Á ÁN6 i 0.
Comment
In continuation of our studies of pyrazolylpyridazine derivatives (Ather et al., 2009 (Ather et al., , 2010 , the title compound (I, Fig. 1) is being reported here.
The title compound (I), consists of two independent molecules. In one molecule, the 3-chloro-6-hydrazinylpyridazine moiety A (C1-C4/N1-N4/CL1) and the butane group B (C5-C8) is planar with r. m. s. deviation of 0.0217 and 0.0130 Å. The dihedral angle between A/B is 4.53 (24)°. In second molecule, the 3-chloro-6-hydrazinylpyridazine moiety C (C9-C12/ N5-N8/CL2) and the butane group D (C13-C16) is planar with r. m. s. deviation of 0.0453 and 0.0446 Å. The dihedral angle between C/D is 11.98 (16)°. The title compound consists of dimers due to N-H···N type of H-bonding ( (Bernstein et al., 1995) .
Experimental 3-Chloro-6-hydrazinylpyridazine (0.5 g, 3.46 mmol), dissolved in ethyl-methylketone was refluxed for 30 min. The unreacted ethyl-methylketone was distilled off yielding the crude material. The product was re-crystallized in alcohol to affoard colorless needles of (I).
Refinement
The H-atoms were positioned geometrically (N-H = 0.86, C-H = 0.93-0.97 Å) and were included in the refinement in the riding model approximation, with U iso (H) = xU eq (C, N), where x = 1.5 for methyl and x = 1.2 for all other H-atoms. Fig. 1 . Two independent molecules of (I) with 50% probability displacement ellipsoids. Dashed lines denote intermolecular hydrogen bonds, forming a dimer: the N6 moleucle shown is generated by the symmetry operation (1-x, 1-y, -z) from the asymmetric atoms. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Figures

Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq Cl1 0.56878 (7) 1.01144 (5) 0.14461 (4) 0.0711 (2) N1 0.65078 (7) 0.81818 (4) −0.01826 (4) 0.0494 (5) N2 0.69138 (9) 0.70411 (6) −0.06328 (4) 0.0477 (5) (7) 0.0235 (7) N2 0.0627 (10) 0.0477 (9) 0.0393 (8) 0.0201 (8) 0.0144 (7) 0.0222 (7) N3 0.0670 (10) 0.0479 (9) 0.0362 (7) 0.0190 (8) 0.0112 (7) 0.0219 (7) N4 0.0485 (9) 0.0478 (9) 0.0427 (8) 0.0109 (7) 0.0063 (7) 0.0261 (7) supplementary materials sup-7 Fig. 1 
